Complete mitochondrial genome of European pine marten, Martes martes.
Abstract We undertook the first sequencing of the entire mitogenome of Martes martes. The genome is 16,486 bp in length and contains 13 protein-coding genes, 22 tRNA genes, two rRNA genes and a control region. The total base composition of the mitogenome is 31.9% for A, 27. 6% for C, 25.8% for T and 14.7% for G. The genome organization, nucleotide composition and codon usage do not differ significantly from other martens. This mitogenome sequence data might be useful for phylogenetic and systematic analyses within the genus Martes.